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Polymerase chain reaction (PCR) is a technique that can amplify a specific DNA segment in vitro using
two site specific primers that hybridise to opposite DNA strands. The method produces large amounts of
specific DNA from a complex DNA template in a single enzymatic reaction within a matter of hours.
Reaction mixture contains a double helix DNA, two target specific primers, dNTPs, a DNA polymerase
and a Mg2+ containing buffer. PCR is carried out in three distinct steps i.e. denaturation step, annealing
step and extension step, which are repeated many times. The efficiency of PCR is measured in terms of
its specificity, yield and fidelity. Most of the disease pathologies are associated with an altered gene
expression leading to a resultant increase or decrease in the activity of cellular proteins. PCR can be
employed to quantify alterations in cellular mRNA encoding for such proteins. These proteins may serve
as novel target sites for therapeutic intervention. This modified form of PCR is termed as reverse
transcriptase PCR (RT-PCR). In situ PCR, another modified form of PCR, not only permits the quantification
of mRNA but also the exact localisation of mRNA changes in a particular cell type in a given tissue. PCR
has also been employed to amplify a family of related genes using degenerate oligo nucleotide primers
(DOP). This strategy is known as homology screening or DOP-PCR and has successfully expanded
several gene families such as cyclins and cyclin-dependent kinases. Besides these application of PCR
in pharmacology, it also serves as a useful diagnostic tool.
DNA amplification          gene expression          PCR          thermocycler
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Introduction
Recombinant DNA technology has emerged as a
powerful tool for in vivo DNA amplification in dividing
cells of micro-organisms. However, the technique is
labour intensive and time consuming. In 1984, Karry
Mullis while working with human-β-globin at Cetus
Corporation developed an in vitro method for DNA
amplification1. This technique was termed as
polymerase chain reaction (PCR). PCR is an
enzymatic technique to amplify a specific DNA seg-
ment in vitro using two site specific primers that hy-
bridise to complimentary DNA strands. The method
produces large amount of specific DNA from a com-
plex DNA template in a single enzymatic reaction
within a matter of hours. Therefore, PCR is much
faster and simpler procedure as compared to
recombinant DNA technology. Moreover, PCR is a
highly sensitive technique which can amplify even
picograms of DNA and starting DNA need not be
pure or free from contamination of cell components.
On the other hand, PCR amplifies DNA in a cell free
system and this has greatly simplified subsequent
cloning, analysis and modification of DNA. These ad-
vantages of PCR are reflected in an exponential in-
crease in its use in the diverse scientific fields. The
present review intends to describe the basic meth-
odology of PCR with its possible application to phar-
macological sciences.
Principle and methodology
A typical PCR protocol is carried out in a reaction
mixture of 20-100 µl, either in individual tubes or
multiwell plates. Reaction mixture contains a double
helix DNA, two target specific primers, deoxynucleo-
tide triphosphates (dNTPs), a DNA polymerase and
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a Mg2+ containing buffer. Mg2+ ions are required as a
cofactor for DNA polymerase. Primers are 17-30 base
containing oligonucleotides that hybridise to 5' end
of regions flanking the target DNA sequence. PCR
is carried out in three distinct cycles which are re-
peated many times. Each cycle begins with a dena-
turation step in which the reaction mixture is heated
to 92-96oC to denature the double stranded DNA.
Time required to denature DNA depends on its com-
plexity, geometry of tubes and volume of reaction
mixture. For G≡C rich DNA sequence, addition of
glycerol, longer denaturation time and use of
nucleotide analogues has been reported to improve
yield of PCR3. Insufficient heating during denatura-
tion step is the most common cause of PCR failure.
The denaturation step is followed by annealing step
in which the primers are allowed to hybridise to their
complementary DNA sequences. The temperature
of this step varies from 37oC to 65oC depending on
the homology of the primers for the target sequence
and the composition of the primers. Since the prim-
ers are present in high concentration and are short
in length, they hybridize to their target sequence at a
much higher rate than the complementary strands
of the target DNA. In the final step, the annealed
primer is extended at its 3' hydroxy position by a DNA
polymerase. This three step cycle is repeated many
times until a sufficient amount of target DNA is pro-
duced. Each extension product generated in one PCR
cycle can serve as a template for extension in the
next cycle (Figure 1). Therefore, PCR product in-
creases exponentially as a function of the cycle
number. Earliest PCR experiments employed
klenow's fragment of E.coli DNA polymerase for DNA
extension step2. This enzyme has optimal activity at
37oC and often amplifies non-specific DNA target
products. Moreover, the enzyme gets inactivated at
higher temperature, therefore fresh enzyme has to
be added after each denaturation cycle. Later on, a
heat resistant DNA polymerase named as Taq
polymerase, was isolated from a thermophilic bacte-
rium Thermus aquaticus3. Several thermostable DNA
polymerases have now been isolated from various
other thermophilic bacteria (Table 1). Unlike klenow
fragment, these enzymes escape inactivation dur-
ing the denaturation cycle. Therefore, they need to
be added just once in the reaction mixture at the be-
ginning. This has allowed automation of PCR using
programmable machines named as thermocyclers.
If the annealing step is carried out at low tempera-
ture, primers may hybridize to non-specific targets
due to looping out of primers at low temperature.
Thermostable polymerases allow annealing and ex-
tension at an elevated temperature, therefore am-
plify target DNA by minimising primer mismatch.
Moreover, these polymerases allow amplification of
much bigger DNA fragments as compared to 400bp
with klenow's fragments4.
 The efficiency of PCR is measured in terms of its
specificity, yield and fidelity.
Optimization of PCR specificity
Specificity is achieved by designing primers of suffi-
cient length so that their sequence is virtually unique
in the genome. Various additives such as DMSO1,5,6
(1-10%), glycerol5-7 (5-20%), non-ionic detergents,
formamide5,6,8 (1.25-10%), bovine serum albumin5-7
(10-100 µg/ml) and polyethyleneglycol 6000 (5-
15%)9,10 can be incorporated into the reaction to in-
crease PCR  specificity. It has been proposed that
these reagents enhance specificity by lowering strand
separation temperature of DNA. At lower tempera-
ture, looping out of primers promotes formation of
primer template complexes that are not perfectly
matched and allow extension of mismatched target.
This can be avoided by hot start PCR11-13. Use of
klenow's fragment does not permit hot start and ac-
counts for non-specific DNA amplification as was
mentioned above.
PCR specificity can also be enhanced by the use of
nested PCR. In this technique, products from first
PCR amplification are subsequently amplified using
a second set of primers which flank the same target
site but internal to original primers. Any spurious
product amplified in the first reaction by mispriming are
unlikely to possess the identical nucleotide sequence
for the internal primer. Therefore, only genuine product
will be amplified in the second reaction1,13-16.
Optimization of PCR yield
To maximize PCR yield, primers and dNTPs should
always be present in molar excess. However, if the
quantity of primers and dNTPs is excessively large,
PCR is prone to low specificity and fidelity respec-
tively. The average yield of a PCR protocol can be
described by the following equation17:
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Table 1. Various thermostable DNA polymerases.
Enzyme Source Temperature (oC) General applications
TaqTM Thermus aquaticus 70-80 Broad range
Stoffel Thermus aquaticus 70-80
  FragmentTM
TthTM Thermus thermophilus 110-120 RT-PCR
Tli/VentTM Thermococcus litoralis 72-80 High fidelity PCR, LM PCR
pfuTM Pyrococcus furiosus 72-80 High fidelity PCR, DNA sequencing
BstTM Bacillus stearothermophilus 60-65 High sensitivity
Sac Sulfolobus acidocaldarius 70-80 DNA sequencing
Tac Thermoplasma acidophilum 65 AT rich DNA PCR
Tfl/TubTM Thermus flavus 70 Large template DNA PCR
Tru Thermus ruber 50 DNA sequencing
Tsp Thermotoga sp 80 DNA sequencing
Mth Methanobacterium 65 DNA sequencing
thermoautotrophicum
TM: Trademark
N=n(1+E)c     where   N= final amount of target DNA
n=initial amount of DNA
E=efficiency of amplification
c=number of PCR cycles
However, the yield of PCR varies significantly de-
pending upon the nature of the target sequence,
primer sequence and reaction conditions18,19.
Optimization of PCR fidelity
PCR infidelity, defined as rate of nucleotide
misincorporation, has been the subject of exhaus-
tive investigation. Taq polymerase lacks 3'-5'
exonuclease proofreading activity and has a high
error rate in PCR. Nucleotide incorporation in PCRs
employing Taq polymerase is further dependent upon
dNTP concentration. Certain other thermostable
DNA polymerases such as Pfu or T4 polymerase
have 3'-5' proofreading activity and are reported to
improve f idel i ty18,19. In general, rate of
misincorporation can be reduced by minimizing the
annealing or extention time, reducing dNTP and Mg2+
ion concentration and maximizing annealing tempera-
ture20. Unfortunately, the reaction conditions that mini-
mize misincorporation also reduce PCR yield.
Analysis of PCR Product
(a) Electrophoresis
Agarose gel (typically 1-1.5% w/v) electrophoresis
followed by staining with ethidium bromide represents
the simplest and most common method to analyse
PCR product. PCR product is of a defined length.
The size of PCR product may be calculated by si-
multaneous running of DNA molecular weight marker
on the agarose gel. Excess primers may appear as
diffuse bands close to the leading edge of the gel21.
(b) Southern blotting and hybridisation
After electrophoresis, PCR amplified DNA template
is transferred (blotted) onto a nitrocellulose or nylon
membrane. Blotted DNA is denatured to single strand
and fixed onto the membrane by heating at 80oC or
by U.V. crosslinking. The membrane is then placed
in a solution contaning labelled (Radioactive or
flouresent) complementary single stranded
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Figure 1. Schematic representation of steps involved in PCR.
oligonucleotide known as probe. Hybridisation oc-
curs between the lablled probe and complementary
single stranded sequence present on membrane. The
position of probe can be visualised by autoradio-
graphy or chemilumnisense22.
Modified versions of PCR
The basic technique of PCR has been modified in
several ways which has broadened its applications.
The detailed discussion of the modifications of PCR
techniques is beyond the scope of this review and
therefore, they are being mentioned only in brief.
Allele specific PCR is employed to detect point
mutations responsible for genetic disorders. Primers
are designed to anneal at the site which is probable
to undergo mutation. Therefore, primers will not an-
neal to this site if it has suffered from mutation and
DNA amplification will not take place in case of mu-
tated genes23. Inverse PCR can be used to amplify
the unsequenced DNA template that lie adjacent to
a core DNA sequence  for which the primer sequence
is already known24-26. Pan handle PCR allows the
amplification of DNA when the sequence for primer
design is known only on one end of target DNA se-
quence27,28. Race PCR is a technique to obtain full
length cDNA while starting from limited nucleotide
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sequence. PCR has also been employed to intro-
duce point mutations in the target DNA. This tech-
nique termed as PCR mutagenesis, employs prim-
ers which are not exactly complementary to their tar-
get sequence but still undergo annealing under ap-
propriate reaction conditions29-31. Ligation-mediated
PCR (LM PCR) is an extremely sensitive technique
to map single-stranded DNA breaks, DNA
methylation and nucleosome position. Therefore, the
technique is quite useful for toxicological studies32.
Arbitraily primed PCR (AP PCR) or DNA amplifica-
tion finger printing is a technique which can be em-
ployed to identify genotypes or different strains of a
single species. The technique is of great importance
in diagnosis of microbial strains. In AP PCR, strin-
gency of primer annealing is sufficiently lowered.
Therefore, primer binds to more than one target sites
in the DNA and amplifies more than one PCR
products. This set of PCR products is specific and
reproducible. After electrophoresis, it may be viewed
as finger print to identify source DNA33.
Applications of PCR in pharmacological research
1. Quantification of gene expression
Discovery of a new target site for therapeutic inter-
vention is every pharmacologist`s dream. Most of the
disease pathologies are associated with an altered
gene expression leading to an increase or decrease
in the activity of cellular proteins. PCR can be em-
ployed to detect very small alterations in cellular
mRNA encoding for such proteins. This modified form
of PCR is termed as reverse transcriptase PCR (RT-
PCR). In this technique, cellular RNA is initially re-
verse transcribed to cDNA in a reaction mixture con-
taining oligo dT primers, a viral reverse transcriptase,
all four dNTPs and MgCl2 containing buffer. The cDNA
thus generated, can be amplified by PCR using prim-
ers specific to a particular mRNA. The final amount
of PCR product generated from mRNA, depends on
the starting amounts of mRNA and efficiency of the
reverse transcription and PCR reactions. In order to
rule out the variability due to later two factors, two
basic methods have been employed to quantitative
mRNA using RT-PCR.
Noncompetitive  RT-PCR
In this method, a known quantity of standard DNA
template is added exogenously. Standard DNA and
target cDNA are co-amplified simultaneously using
RT-PCR. From the ratio of amplified DNA, absolute
value of target cDNA can be calculated. Alternatively,
an endogenous gene transcript with high tissue ex-
pression can act as an internal standard. Such gene
transcripts are termed as "House keeping genes".
Genes for β-actin, HPRT and GAPDH are some of
the examples of house keeping genes routinely em-
ployed as internal standards34-37. However, the quan-
tification relies on the empirical assumption that effi-
ciency of PCR is same for target cDNA and stand-
ard DNA or endogenous gene. Therefore, this method
of mRNA quantification is less accurate.
Competitive  RT-PCR
In contrast to non-competitive RT-PCR, this method
employs an external DNA standard that closely mim-
ics target cDNA with respect to primer binding and
other PCR variables38-40. Therefore, standard and tar-
get cDNA get amplified with the same efficiency.
However, the method doesn't take into account the
efficiency of reverse transcription reaction. To over-
come this limitation, samples have been spiked with
a known quantity of mRNA transcripts which are re-
verse transcribed and amplified in a manner analo-
gous to target mRNA. This method is reported to yield
better results.
RT-PCR has been employed to quantitate the mRNA
for many proteins. PGI2 synthase41, Cox 241, iNOS42,43,
AT1 receptors44, peroxisome proliferation activated
receptors45, matrix metalloprotinases (MMP-1, MMP-
3 and MMP-9)46, cGMP dependent protein kinase47,
cardiac background K+ channel48, human renin49,
NPY and NPY receptors50, endothelial leptin recep-
tors51, human P2X7  receptor subtype52 mRNA arejust a few to name. Intrinsic expression of multidrug
resistance gene is a major impediment in the treat-
ment of cancer by chemotherapy. The MDR pheno-
type may be caused by expression of transporters
of P glycoprotein family or multidrug resistance pro-
tein family53. Expression of MDR transporters serves
as an important predictor for clinical prognosis of
cancer54. RT-PCR has been extensively employed to
quantify the expression of MDR transporters in
several types of carcinomas53-57.
2. Cellular localisation of gene expression
Although RT-PCR is a highly sensitive technique to
detect small alteration in gene expression, it does
not permit the cellular localization of such gene
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alteration. Homogenized tissue samples employed
for RT-PCR mostly consist of heterogeneous group
of cells. Therefore, in a given pathological condition
it is difficult to ascribe the mRNA expression altera-
tion to a particular cell type. In situ PCR overcomes
this short coming of RT-PCR. In this technique, a tis-
sue section is fixed on a glass slide in formalin58.
Cellular proteins are digested on the slide with the
help of pepsin, trypsin  or proteinase K. DNA is di-
gested with help of DNAase. The total messenger
RNA is reversed transcribed to cDNA as described
in RT-PCR by putting all the reagents on slide. The
cDNA thus generated is amplified using two specific
set of primers, Taq polymerase and streptavidin con-
taining dNTPs. Finally, this slide is stained with nu-
clear fast red stain and viewed under microscope.
3. Identification of gene families
PCR has been employed to amplify a family of re-
lated genes using degenerate oligo nucleotide prim-
ers (DOP). DOP are mixture of primers designed
around a conserved domain of a gene family but with
alternative nucleotides at certain positions58. There-
fore, these primers will bind to closely related DNA
sequences in the genome. This strategy is known as
homology screening or DOP-PCR and has success-
fully expanded several gene families such as cyclins
and cyclin-dependent kinases58.
PCR has also revolutionised the detection of genetic
disorders such as haemoglobinopathies, X-linked
disorders, cystic fibrosis, cancers such as acute
myeloid leukemia, chronic myeloid leukemia and in-
fectious disorders such as tuberculosis, HIV and
hepatitis B. However, this use of PCR is more of a
diagnostic rather than pharmacological interest.
REFERENCES
1. Mullis K, Faloona FA. Specific synthesis of DNA in vitro
via a polymerase-catalysed chain reaction. Methods
Enzymol 1987;155:335-50.
2. Saiki RK, Scharf S, Faloona F, Mullis KB, Horn GT, Erlich
HA, et al. Enzymatic amplification of β-globin genomic
seqences and restriction site analysis for diagnosis of sickle
cell anaemia. Science 1985;230:1350-4.
3. Saiki RK, Gelfand DH, Stoffel S, Scharf SJ, Higuchi R,
Horn GT, et al. Primer directed enzymatic amplication of
DNA with thermostable DNA polymerases. Science
1988;239:487-91.
4. Gelfand DH, White TJ, Innis MA, Sninsky JJ. PCR
protocols: A guide to methods and amplifications. New York:
Academic Press; 1998.
5. Cheng S, Fockler C, Barnes WH, Higuchi R. Effective am-
plification of long targets from cloned inserts and human
genomic DNA. Proc Natl Acad Sci 1994;91:5695-9.
6. Vardaraj K, Skinner DH. Denaturation or cosolvents im-
prove the specificity of PCR amplification of a G + C rich
DNA using genatically engeineered DNA polymerases.
Gene 1994;140:1-5.
7. Cha RS, Zarbl H, Keohavong P, Thilly WG. Mismatch am-
plification mutation assay (MAMA): Application to the c-H-
ras gene. PCR Methods Appl 1992;2:14-20.
8. Sarkar GS, Kapelner S, Sommer SS. Formamide can dra-
matically improve the specificity of PCR. Nucleic Acid Res
1990;18:74-85.
9. Pomp D, Medrano JF. Organic solvents as facilitators of
polymerase chain reaction. Bioechniques 1991;16:812-4.
10. Newton CR, Graham A. PCR. Oxford: Bioscientific; 1994.
11. D'Aquila RT, Bachtel LJ, Viteler JA, Eron JJ, Gorczyca P,
Kaplin JC. Maximizing sensitivity and specificity of PCR
by preamplification heating. Nucleic Acid Res 1991;19:37-
49.
12. Erlich HA, Gelfand D, Sninsky JJ. Recent advances in the
polymerase chain reaction. Science 1991;252:1643-51.
13. Mullis KB. The polymerase chain reaction in an anemic
mode how to avoid cold oligodeoxyribo nuclear fusion. PCR
Methods Appl 1991;1:1-14.
14. Gibbs RA. DNA amplification by the polymerase chain re-
action. Anal Chem 1990;60:1202-14.
15. Zhang XY, Ehrlich M. Detection and quantification of low
numbers of chromosome containing bcl-2 oncogene
translocation using seminested PCR. Biotechniques
1994;16:502-7.
16. Zimmermann K, Pischinger K, Mannhelter JW. Nested
primer PCR detection limits of HIV-1 in a background of
increasing numbers of lysed cells. Biotechniques
1994;17:18-20.
17. Keohavong P, Wang CC, Cha RS, Thilly WG. Enzymatic
amplification and characterisation of large DNA fragments
from genomic DNA. Gene 1988;71:211-6.
18. Keohavong P, Thilly WG. Fidelity of DNA polymerases in
DNA amplification. Proc Natl Acad Sci 1989;86:9253-7.
19. Ling LL, Keohavong P, Dias C, Thilly WG. Optimization of
234
APPLICATIONS OF PCR IN PHARMACOLOGY
the polymerase chain reaction with regard to fidelity: Modi-
fied T7, Taq and vent DNA polymerase. PCR Methods Appl.
1991;1:63-9.
20. Eckert KA, Kunkel TA. High fidelity DNA synthesis by a
Thermus aquaticus DNA polymerase. Nucleic Acids Res
1990;18:3739-44.
21. Lo YMD. Introduction to polymerase chain reaction. In: Lo
YMD, ed. Clinical applications of PCR. New Jersey:
Humana Press; 1998. p. 3-10.
22. Baumforth KRN, Nelson PN, Digby JE, O'Neil JD, Murray
PG. The polymerase chain reaction. J Clin Pathol 1999;
52:1-10.
23. Ugozzoli L, Wallace RB. Allele-specific polymerase chain
reaction. Methods 1991;2:42-8.
24. Ochman H, Gerber AS, Hartl DL. Genetic applications of
an inverse polymerase chain reaction. Genetics
1988;120:621-3.
25. Triglia T, Peterson NG, Kemp DJ. A procedure for in vitro
amplification of DNA segments that lie outside the
bounderies of known sequences. Nucleic Acids Res
1988;16:81-6.
26. Silver J, Keerikatte V. Novel use of polymerase chain reac-
tion to amplify cellular DNA adjacent to an integrated
provirus. J Virol 1989;63:1924-8.
27. Jones DH, Winistorfer SC. Sequence specific genration of
a DNA panhandle permits PCR amplification of unknown
flanking DNA. Nucleic Acid Res 1992;20:595-600.
28. Frohman MA, Dush MK, Martin GR. Rapid production of
full length cDNAs from rare transcripts by amplification
using a single gene-specific oligonucleotide primer. Proc
Natl Aacd Sci 1988;85:8898-9002.
29. Matteucci MD, Heyneker HL. Targeted random
mutagenesis: The use of ambiguously synthesised oligo-
nucleotides to mutagenise sequences immediately 5' of
an ATG initiation codon. Nucleic Acid Res 1983;11:3113-
21.
30. Oliphant AR, Nussbaum AL, Struhl K. Cloning of random
sequence oligodeoxynucleotides. Gene 1986;44:177-83.
31. Wells JA, Vasser M, Powers DB. Cassette mutagenesis:
An efficient method for generation of multiple mutations at
defined sites. Gene 1985;34:315-23.
32. Angers M, Cloutier J-F, Castonguay A, Drouin R. Optimal
conditions to use Pfuexo- DNA polymerase for highly effi-
cient ligation-mediated polymerase chain reaction
protocols. Nucleic Acid Res 2001;29:83-93.
33. Ralph D, McClelland M. Mapped restriction site
polymorphisms (MRSPs) in PCR products for rapid identifi-
cation and classification of genetically distinct organisms.
In: Griffin HG, Griffin AM, editors. PCR Technology: Current
Innovations. Ann Arbor: CRC Press Inc; 1994. p. 121-131.
34. Gendelman HE, Friedman RM, Joe S, Baca LM, Turpin
JA, Dveksler G, et al. A selective defect of interferon alpha
production in human immunodeficiency virus-infected
monocytes. J Exp Med 1990;172:1433-42.
35. Svetic A, Finkelman FD, Jian YC, Dieffenbach CW, Scott
DE, McCarthy KF, et al. Cytokine gene expression after in
vivo primary immunisation with goat antibody to mouse
IgD antibody. J Immunol 1991;147:2391-7.
36. Peterson VM, Adamovicz JJ, Elliott TB, Moore MM, Ma-
donna GS, Jackson WE, et al. Gene expression of
haematoregulatory cytokines is elevated endogenously
after sublethal gamma irradiation and is differentially en-
hanced by therapeutic administration of biologic response
modifiers. J Immunol 1994;153:2320-30.
37. Lu B, Zhou X, Chein SJ, Moorman M, Morris SC, Finkelman
FD, et al. CTLA-4 ligand are requried to an in vivo interleukin
4 response to a gastrointestinal nematode parasite. J Exp
Med 1994;180:693-8.
38. Becker-Andre M, Hahlbrock K. Absolute mRNA quantifi-
cation using the polymerase chain reaction (PCR). A novel
approach by a PCR aided transcript titration assay (PATTY).
Nucleic Acids Res 1989;17:9437-46.
39. Gilliland G, Perrin S, Blanchard K, Bun HF. Analysis of
cytokine mRNA and DNA: Detection and quantitation by
competitive polymerase chain reaction. Proc Natl Acad Sci
1990;87:2725-9.
40. Siebert PD, Lawric JW. PCR MIMICs Competitive DNA frag-
ments for use as internal starndards in quantitative PCR.
BioTechniques 1993;14:244-9.
41. Camacho M, Lopez-Belmonte J, Vila L. Rate of vasocon-
strictor prostanoid released by endothelial cell depends
on cyclo-oxygenase-2 expression and prostaglandin I
synthase activity. Circ Res 1998;83:353-65.
42. Lysle DT, How T. Endogenous opioids regulate the expres-
sion of inducible nitric oxide synthase by spleenocyte. J
Pharmacol Exp Ther 1999;288:502-8.
43. Nagoshi H, Uehara Y, Kanai F, Maeda S, Ogura T, Goto A,
et al. Prostagandin D2  inhibits inducible nitric oxide
synthase expression in rat vascular smooth muscle cell.
Circ Res 1998;82:204-9.
44. Yang BC, Phillips MI, Zhang YC, Kimura B, Shen LP, Mehta P,
et al. Critical role of AT1 receptors expression after
235
RISHI SHARMA et al.
ischemia/reperfusion in isolated rat hearts Beneficial ef-
fect of antisense oligodeoxynucleotides directed at AT1
receptor mRNA. Circ Res 1998;83:552-9.
45. Marx N, Schonbeck U, Lazar MA, Libby  P, Plutzky J.
Peroxisome proliferator activated receptor gamma activa-
tors inhibit gene expression  and migration in human vas-
cular smooth muscle cell. Circ Res 1998;83:1097-103.
46. Wang H, Keiser JA. Vascular endothelial growth factor
upregulates the expression of matrix metalloproteinases
in vascular smooth muscle cells: Role of flt-1. Circ Res
1998;83:832-40.
47. Wernet W, Flockerzi V, Hoffmann F. The cDNA of two iso-
forms of bovine c-GMP dependent protein kinase. FEBS
Lett 1989;251:191-6.
48. Kim D, Fujita A, Horio Y, Kurachi Y. Cloning and functional
expression of a novel cardiac two pore background K+ chan-
nel (cTBAK-1). Circ Res 1998;82:513-8.
49. Davisson RL, Yang G, Beltz TG, Carsell MD, Johnson AK,
Sigmund CD. The brain renin angiotensin system contrib-
utes to the hypertension in the mice containing both the
human renin and human angiotensinogen transgenes. Circ
Res 1998;83:1047-58.
50. Zukowska-Grojec Z, Karwatowska-prokopczuk E, Rose W,
Rone J, Movafagh S, Ji H, et al. Neuropeptide Y: A novel
angiogenic factor from the sympathatic nerves and
endothelium. Circ Res 1998;83:187-95.
51. Bouloumie A, Drexter H, Lafontan M, Busse R. Leptin, the
product of ob gene promotes angiogenesis. Circ Res
1998;83:1059-66.
52. Cario-Toumaniantz C, Loirand G, Ladoux A, Pacaud P.
P2X7 receptor activation-induced contraction and lysis in
human saphenous vein smooth muscle. Circ Res
1998;83:196-203.
53. Nies AT, Konig J, Pfannschmidt M, Klar E, Hofmann WJ,
Keppler D. Expression of the multidrug resistance proteins
MRP2 and MRP3 in human hepatocellular carcinoma. Int
J Cancer 2001;94:492-9.
54. Vanden Heuvel-Eibrink MM, Sonneveld P, Pieters R. The
prognostic significance of membrane transport-associated
multidrug resistance (MDR) proteins in leukemia. Int J Clin
Pharmacol Ther 2000;38:94-110.
55. Decleves X, Fajac A, Lehmann-Che J, Tardy M, Mercier C,
Hurbain I, et al. Molecular and functional MDR1-Pgp and
MRPs expression in human glioblastoma multiforme cell
lines. Int J Cancer 2002;98:173-80.
56. Cho YS, Kim MJ. Expression of multidrug resistance-re-
lated genes in oral squamous cell carcinomas. Oral Oncol
2001;37:652-9.
57. Liu J, Tang L, Liu X, Hu Y, Xue J, Lee T, et al. A gene study
on multidrug resistance of retinoblastoma. Chung Hua Yen
Ko Tsa Chih 2001;37:256-8.
58. Twyman RM. The polymerase chain reaction. In: Advanced
Molecular Biology. Delhi: Replica Press; 1997. p. 279-84.
236
INTERNATIONAL CONFERENCE ON CHEST DISEASES AND ALLIED SCIENCES
Organized by
Vallabhbhai Patel Chest Institute
University of Delhi, Delhi, India
To commemorate the 50th year of inauguration of V.P. Chest Institute
on
12-14 January, 2003
For further details, please contact:
Dr. V.K. Vijayan,
Director,
V.P. Chest Institute, University of Delhi,
P.O. Box No. 2101, Delhi-110 007. India
Tel: +91-11-7666180 (O), +91-11-7667027 (R),
Telefax: +91-11-7667420,
E-mail: vijayanvk@hotmail.com
View publication stats
